Transcription factors spt3 and spt8 are associated with conidiation, mycelium growth, and pathogenicity in Fusarium graminearum.
Fusarium graminearum (teleomorph: Gibberella zeae), the dominant pathogen of Fusarium head blight (FHB) on wheat, can cause substantial economic losses. The Spt-Ada-Gcn5-acetyltransferase (SAGA) transcription coactivator plays multiple roles in regulating transcription because of the presence of functionally independent modules of subunits within the complex. The transcription factors spt3 and spt8 are components of the SAGA complex and they are important in yeasts and filamentous fungi including F. graminearum. In this study, we identified Fgspt3 and Fgspt8, homologs of Saccharomyces cerevisiae spt3 and spt8 from F. graminearum using the blastp program. The aim of the present study was to investigate the functions of Fgspt3 and Fgspt8 in F. graminearum. The deletion mutants grew significantly more slowly than the wild-type parent and did not produce conidia. Expression of the sporulation-related genes FgFlbC and FgRen1 were significantly down-regulated in the mutants. The mutants exhibited no sexual reproduction on infected wheat kernels and a 90% decrease in virulence on wheat. Pigment formation was also greatly altered in the mutants. All of the defects were restored by genetic complementation of the mutant with wild-type Fgspt3 and Fgspt8 genes. Overall, Fgspt3 and Fgspt8 are essential genes in F. graminearum.